Stenotrophomonas maltophilia is a prevalent nosocomial pathogen with multidrug resistance. Here, we describe the complete genome of S. maltophilia myophage Moby, which shares characteristics with Enterobacteria phage T4 and is closely related to Stenotrophomonas phage IME-SM1. Moby has a 159,365-bp genome with 271 predicted protein-coding genes and 24 predicted tRNAs.
Myophage Moby has a 159,365-bp double-stranded DNA genome with a coding density of 93.0% and a GϩC content of 54.1%, which is lower than the 66.7% GϩC content of its host (21) . The genome encodes 271 predicted protein-coding genes, 73 of which were assigned putative functions, and 24 tRNA genes. PhageTerm analysis predicted permuted termini, consistent with the pac-type headful DNA packaging mechanism used by T4-like phages (22) . Moby shares 196 similar proteins and 92.29% nucleotide identity with Stenotrophomonas phage IME-SM1 (GenBank accession no. KR560069), an unclassified myovirus. No introns were identified in Moby, including in the predicted thymidylate synthase and nrdB genes, which contain introns in phage T4 (GenBank accession no. NC_000866) (23) .
Data availability. The genome sequence and associated data for phage Moby were deposited under GenBank accession no. MN095772, BioProject accession no. PRJNA222858, SRA accession no. SRR8893605, and BioSample accession no. SAMN11414490.
